The ARP/wARP software project [1,2] includes an automated model building and refinement for macromolecular crystal structure determination. It is based on the results of two decades of extensive research and development in the areas of X-ray crystallography, informatics, data mining, and statistical pattern recognition. With the use of computationally efficient methods ARP/wARP provides easy-to-use pipelines for building models of proteins and their complexes with bound nucleotides and small-molecule ligands.
